Supplementary Methods

Culturing of B. bacteriovorus
Briefly, B. bacteriovorus were grown predatorily in Ca-HEPES buffer (25 mM HEPES, 2 mM CaCl2, pH 7.6) in the presence of a late-log-phase culture of E. coli S17-1 grown in YT broth (0.5% Difco Bacto yeast extract, 0.5% NaCl, 0.8% Difco Bacto tryptone, pH 7.4) at a ratio of 50:3:1 (vol/vol/vol). The predatory cultures were aerobically shaken at 200 rpm at 29 ºC for 24 h and examined under light microscope for full lysis of E. coli S17-1 prey releasing replicated predators for the study. A 50 mL predatory culture of B. bacteriovorus grown for 24 h typically contained 1-2 x 10 8 PFU/mL of bacteria. The cultures were then filtered through 0.45 µM filter (which allows predators but not prey through, (verified by plate testing for E. coli S17-1 prey that were used here), pelleted by centrifugation at 5525 x g, 20 minutes and resuspended in appropriate volume of D-PBS (Sigma-Aldrich). Enumeration of viable B. bacteriovorus was done by plaque counts on E. coli S17-1 lawns in soft-agar overlays on YPSC agar plates (0.1% Difco yeast extract, 0.1% Broadbean peptone, 0.025% MgSO4·7H2O, 0.05% CH₃COONa, 0.025% CaCl2·2H2O, pH 7.6).
Generation of BbHD100CFP
BbHD100TFP (Bd0064: mTeal) 1 and BbHD100CFP (Bd0064: mCerulean3, this study) are fluorescent-tagged strains of B. bacteriovorus with teal fluorescent protein or cerulean fluorescent protein 3 tagged to the C-terminus of the gene product of bd0064 giving constitutive expression. BbHD100CFP strain was generated in our laboratory in a similar manner to the generation of BbHD100TFP strain 1 . The cerulean fluorescent protein 3 was amplified from mCerulean3-N1 plasmid which was a gift from Michael Davidson (Addgene plasmid # 54730) 2 , using the primer pairs, 64mCgibmCF (AAAAGTCGGAATGGTGAGCAAGGGCGAG) and 64mCgibmCR
(TTTGCGGATCTT ACTTGTACAGCTCGTCCATG).
FACS analysis verification of differentiation of U937 cells into macrophage-like cells
For FACS analysis to detect CD11b, U937 cells were cultured as described in main manuscript. For PMA-differentiated cells, the supernatant was removed and cells harvested from flasks by cell scraping and resuspension in 10 ml media. For non-PMA induced flasks of U937 cells, 10 ml of cells was harvested and prepared for analysis alongside PMA-differentiated cells. Cells were centrifuged for 5 minutes at 300 x g, re-suspended in 1 ml PBA (1 % BSA, 0.1 % Sodium azide in PBS), divided between the appropriate number of tubes for analysis, and re-centrifuged for 5 minutes at 300
x g. The supernatant was removed from each cell pellet and resuspended in the residual volume of PBA (about 50-100 µl). 20 µl of the Human Fc receptor binding inhibitor (Affymetrix eBioscience, 14-9161) was added to each sample and incubated at 4 ºC for 20 minutes. Following incubation, 2 ml PBA was added to the samples followed by centrifugation for 5 minutes at 300 x g. The supernatant was removed and the cell pellet resuspended in the residual volume of PBA (about 50-100 µl). 2.5 µl mouse Anti-Human CD11b PE (Affymetrix eBioscience, 12-0118) was added to the sample and incubated at 4 ºC for 30 minutes. Following incubation, 2 ml PBA was added, followed by centrifugation for 5 minutes at 300 x g, removal of supernatant and resuspension of the cell pellet in residual PBA as before. Samples were fixed by the addition of 500 µl 0.5% formaldehyde and stored in the dark at 4 ºC until data acquisition on Beckman Coulter FC500 flow cytometer. Data analysis was performed using Weasel Flow cytometry software. bacteria were centrifuged at 500 x g for 10 minutes at RT to aid synchronous uptake and incubated at 37 ºC, 5% CO2 for 30 minutes. After 30 min uptake, the predatory and pathogenic bacteria containing medium was removed. Fresh antibiotic-free culture medium was added to cells exposed to BbHD100 and culture medium with gentamycin 50 µg/mL was added to cells exposed to pathogenic bacteria and incubated at 37 ºC, 5% CO2 for 90 minutes. At 90 minutes post-gentamycin treatment, fresh culture medium with gentamycin 10 µg/mL was added to U937 cells exposed to pathogenic bacteria to prevent growth of bacteria released from lysed cells in the medium and incubated at 37 ºC, 5% CO2. At 2, 4, 8, 24 and 48 h, the cell culture supernatants were collected and centrifuged at 17000 x g for 15 minutes at RT to pellet and remove cell debris and were used in cell viability and cytokine assays.
Immunostaining
For immunostaining of the cell cytoskeleton or the early and late phagosomal markers of U937 cells exposed to BbHD100TFP or BbHD100CFP respectively, the fixed cells were permeabilised in 0.15% Triton-X 100 in PBS for 30 minutes at RT. 
Image restoration, analysis and 3D rendering
All the z-stack images acquired by widefield and confocal microscopy were restored using the image processing software Huygens Professional, version 16.10 (Scientific Volume Imaging, The Netherlands), with parameters appropriate for the particular experimental conditions. Nikon .nd2 Tiffs were converted to the OME-Tiff format using Fiji 3 , to allow import into Huygens Pro. A theoretical point spread function was used for all restoration, calculated in Huygens Pro. For the calculation, voxel sizes were read from the image metadata and the appropriate lens numerical aperture was used.
Lens immersion refractive index was set to 1.515. Embedding media refractive index was set to 1.450 for both fixed and live samples. Objective quality was set to 'normal' and no coverslip position correction was used. The following emission wavelengths were used for the calculations: 515 nm (GFP), 475 nm (CFP), 595 nm (Cy3) and 632 nm (mCherry). Restoration parameters were left at the defaults and were found, empirically, to produce good results for all data sets. Specifically, automatic background estimation was used ('Widefield' mode with an area radius 0.7 micron).
The classic maximum likelihood estimation (CMLE) algorithm was used for restoration.
Iteration mode was 'optimised' and bleaching and jitter correction were applied as suggested by Huygens Pro. A maximum of 50 iterations were performed with convergence being found after, typically, less than 10. The signal-to-noise ratio was set to 40. Each group of restored images were examined by comparison to the unrestored data to check for any artefacts, none were found. Data were processed in the Huygens Batch Processor and exported in the DeltaVision .r3d format for later analysis in Fiji 3 .
All images captured by widefield microscopy and restored were analysed using the image processing and analysis software U937 cells were exposed to B. bacteriovorus predators at 37 ºC, 5% CO2 for 2 h by direct uptake or for 30 minutes by synchronous spin-assisted uptake (500 x g, 10 min, RT centrifugation prior to uptake) comparable to the method of uptake of pathogenic bacteria, S. Typhimurium LT2 and K. pneumoniae KPC. The time points, T2, T4, T8, T24 and T48 in the scheme represents the cumulative collections of cell culture supernatants over 48 h for cytokines and cell viability measurement. 
Video S1
3D visualisation of data shown in Figure S3 . Vibrio shaped BbHD100TFP predators (green) can be seen intracellular to U937 cells with immunostained microtubules (false coloured red).
